. Taxonomic hits by phylum of assembled contigs. Each slice indicates number of reads with predicted proteins and ribosomal RNA genes annotated to the indicated phylum. Samples were named MFF1 for the first sampling, MFF2 for the second sampling and MFF3 for the third sampling (MFF stands for "Muestra Final Fraternidad" which means Fraternidad Final Sample). Phylum Euryarchaeota showed to be dominat in the three samples (68.74% for MFF1, 78.69% for MFF2, and 77.02% for MFF3) followed by Bacteriodetes (13.68, 8.54, 8.48% respectively), Proteobacteria (8.32, 4.78, 5.94% respectively), Firmicutes (2.36, 2.32, 2.47% respectively), Actinobacteria (1.62, 1.57, 1.58% respectively). Cyanobacteria and Chloroflexi were 1% or less in abundance on all metagenomes. Other groups (3%) include, Crenarchaota, Korarchaeota, Nanoarchaeota, Thaumarchaeota, Aquificae, Deinococcus-Thermus and Nitrospirae.
. KEGG pathway hits for nitrogen metabolism, photosynthesis, and sulfur metabolism obtained from metagenomes MFF1, MFF2, and MFF3. 
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